FIGURE 57 



TCACGGGGCTCATCTCTTTTTCTCTTTGGTGCCCACCAGGACGGAGCATGGAGGTNCACATA 
CCTGCCACCCTCAACGTCCTCAATGGCTTTGACGCCCGCCTGCCCTGCACCTTCAACTCCNG 
CTACACAGTGAACCACAAACAGTTCTCCCTGAACTGGATTTACCAGGAGTGCAACAACTGGC 
TCTGAGGAGATGTTCCTCCAGTTCCCGCATGGAAGATCATTTAACCTGAAAGCTGGAAGCGG 
TTTTCAAGAACCGCGTGGAAGTTTCTCAGGGAACCCCAGCAAGTACGATGTGTCGGTGATGC 
TGAGAAACGTGCAGCCGGAGGATGAGGGGATTTACAACTGCTACATCATGAACCCCCC 



FIGURE 58 

tgcggcgaccgtcgtacaccatoggcctccacctccgcccctaccgtgtggggctgctcccggatckscctcctgt 

tcctcttgctgctgctj^tgctgctcgcggacccagcgctcccggccggacgtcaccccccagtggtgctggtcc 

ctggtgatttgggtaaccaactggaagccaagctgqact^gccgacagtggtgcactacctctgctcc^ 

ccgaaagctacttcac2y^tctggctgaacctggaactgctgctgcctgtcatcy^ttgactgctgqattgac3^t^ 

tcaggctggtttacaacaaaacatccag6gccacccagtttcctgatggtgtggatgtacgtgtccctggctttg 

ggaagacottcto^ctggagttcctggaccccagcaaaagcagcgtgggttcctatttca^caccsltggtgg^ 

gccttgtgggctggggctacacacggggtgaggatgtccgaggggctccctatgactggcgccgagccccaaatg 

aaaacgggccctacttcctggccctccgcgagatgatcgaggagatgtaccagctgtatgggggccccgtggtgc 

tggttgcccacagtatgggc?^catgtacacgctctactttctgc:agcggcalgccgcaggcctgga^ 

atatccgggccttcgtgtcactgggtgcgccctgggggggcgtggccaagaccctgcgcgtcctggcttcaggag 

acaao^ccggatcccagtcatcgggcccctgaagatccgggagcagcagcggtcagctgtctccaccagctggc 

tgctgccctacaactacacatggtcacctgagaaggtgttcgtgcagacacccacaatcaactacac^ 

actaccgcaagttcttccaggacatcggctttgaagatggctggctcatgcggcaggacacagaagggctg^ 

aagccacgatgccacctggcgtgcagctgcactgcctctatggtactggcgtccccacaccagactccttct^ 

atgagagcttccctgaccgtgaccctaaaatctgctttggtgacggcgatggtactgtgaacttgaagagtgccc 

tgcagtgccaggcctggcagagccgccaggagcaccaagtgttgctgcaggagctgccaggc^^ 

agatgctggccaacgccaccaccctggcctatctgaaacgtgtgctccttgggccctgactcctgtgccacagga 

ctcctgtggctcggccgtggacctgctgttggcctctggggctgtcatggcccacgcgttttgcaaagtttgtga 

ctcaccattcaaggccccgagtcttgqactgtgaagcatctgccatggggaagtgctgtttgttatcct^ 

gtggcs^gtgaagaaggaagaaatgagagtctagactcaagggacactggatggcaaqaatgctgctgatggtgga 

actgctgtgaccttaggactggctccacagggtggactggctgggccctggtcccagtccctgcctggggccatg 

tgtccccctattcctgtgggcttttcatacttgcctactgggccctggccccgcagccttcctatgagggatgtt 

actgggctgtggtcctgtacccagaggtcccagggatcggctcctggcccctcgggtgacccttcccacacacca 

gccacagataggcctgccactggtcatgggtagctagagctgctggcttccctgtggcttagctggtggccagcc 

tgactggcttcctgggcqagcctagtagctcctgcaggcaggggcagtttgttgcgttcttcgtggttcccaggc 

cctggqacatctcactccactcctacctcccttacaiccaggagcattcaagctctgqattgggcagc^ 

cccccagtcccgcaggctgtgttccaggggccctgatttcctcggatgtgctattggccccaggactgaagctgc 

ctcccttcaccctgggactgtggttccaaggatgagagcaggggttggagccatggccttotggqaacctatgga 

gaaagggaatccaaggaagcagccaaggctgctcgcagcttccctgagctgcacctcttgotaaccccacc^ 

cactgc<^ccctgccctagggtctc::actagtaccragtgggtcagcacagggctgaggatgggg^ 

cctggccagcacccagcttagtgctgggactagcccagal^cttgaatgggaccctgagagagccaggggtcccc 

tgaggcccccctaggggctttctgtctgccccagggtgctccatggatctccctgtggcagcaggcatggaqagt 

cagggctgccttcatggcagtaggctctaagtgggtgactggccacaggccgagaaaagggtacaxscctc^^ 

ggggttcccaaagacgccttcaggcrggactgagctgctctcccacagggtttctgtgcagctggattttctctg 

TTGCATACy^TGCCTGGCaTCTGTCTCCCCTTGTTCCTQAGTGGCCCCACATGGGGCTCTGAGCAGGCTGTAT^ 
GATTCTGGCAATAAAAGTACTCTGGATGCTGTAAAAAAAAAAAAAAAAAAAAAl^ 



FIGURE 59 

></usr/ seqdb2/sst/DNA/Dnaseqs .min/ss .DNA44189 
xsiibunit 1 of 1, 412 aa, 1 stop 
xMW: 46658, pi: 6.65, NX(S/T): 4 

MGLHLRPYRVGLLPDGLLFLLLLLMLLADPALPAGRHPPWLVPGDLGNQLEAKLDKPTWH 
YLCSKKTESYFTIWLNLELLLPVIIDCWIDNIRLVYNKTSRATQFPDGVDVRVPGFGKTFSL 
EFLDPSKS SVGSYFHTMVE S LVGWGYTRGEDVRGAP YDWRRAPNENGPYFLALREMI EEMYQ 
LYGGPWLVAHSMGNMYTLYFLQRQPQAWKDKYIRAPVSLGAPWGGVAKTLRVLASGDNNRI 
PVIGPLKIREQQRSAVSTSWLLPYNYTWSPEKYFVQTPTINYTLRDYRKFFQDIGFEDGWLM 
RQDTEGLVEATMPPGVQLHCLYGTGVPTPDSFYYESFPDRDPKICFGDGDGTVNLKSALQCQ 
AWQSRQEHQVLLQELPGSEHIEMLANATTLAYLKRVLIiGP 

Important features: 
Signal peptide: 

amino acids 1-28 

Potential lipid substrate binding site: 

amino acids 147-164 

N-glycosylation sites. 

amino acids 99-102, 273-276, 289-292 and 398-401 

Lipases, serine proteins 

amino acids 189-201 

Beta-transducin family Trp-Asp repeat 

amino acids 353-365 



